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solation and characterization of Bacillus anthracis in Georgia
rom veterinary isolates
. Donduashvili 1,∗, M. Nikolaishvili 2, T. Onashvili 1, N.
epkhvadze1, T. Tighilauri3, E. Mamisashvili 3, M. Zakareishvili 1,
. Beradze1, N. Kokhreidze1
Laboratory for the ministry of agriculture, Tbilisi, Georgia
Laboratory of the Ministry of Agriculture of Georgia, Tbilisi, Georgia
Laboratory for the Ministry of Agriculture, Tbilisi, Georgia
Background: The Republic of Georgia, once a member of the
ormer Soviet Union (FSU), is a country with a signiﬁcant endemic
athogen population. Since investigation of these pathogens using
odern methods has only just begun, there are many gaps in
eorgia’s current knowledge of the prevalence and incidence of
ertain priority pathogens, including the incidence of veterinary
isease by B. anthracis.
Methods: In this study,we investigated throughpassive surveil-
ance, the incidence of B. anthracis from suspect cases. During this
roject, a total of 127sampleswere tested fromsoil andsuspect ani-
al infections for the identiﬁcation of Bacillus anthracis. The testing
lgorithm included, Gram stain, lysis by Gamma phage, motility
est, detectionofpoly-D-glutamic acid capsulebydirectﬂuorescent
ntibody (DFA), detection of cell-wall associated polysaccharide by
irect ﬂuorescent antibody (DFA), malachite green staining, and
CR
Results: In total, 36 samples were conﬁrmed positive for a B.
nthracis infection. A total of 91 samples were negative with no
ther disease detected. A majority of the infected animal samples
nd positive results were from south/southeastern Georgia.
Conclusion: This research project supports disease surveillance
n Georgia and signiﬁcantly improves the country’s public healthfectious Diseases 16S (2012) e317–e473
system by enhancing surveillance, detection and research capabil-
ities various B. anthracis.
http://dx.doi.org/10.1016/j.ijid.2012.05.642
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The overview of H5N1 highly pathogenic avian inﬂuenza virus
strains isolated from migratory wild birds in Mongolia between
2005 and 2010
T.-O. Erdene-Ochir ∗, D. Batchuluun, K. Bodisaikhan, T. Sugar, S.
Tserendorj, R. Sodnomdarjaa
State Central Veterinary Laboratory, Ulaanbaatar, Mongolia
Background: The HPAI has become the most serious zoonotic
problems in the world because of the concerns of the potential to
cause human pandemic and currently 578 human cases conﬁrmed
infections have resulted in 340 deaths (2003-2011). In July 2005,
May 2006, May 2009, July 2009, and May 2010, H5N1 HPAI viruses
were isolated from whooper swans and other migratory wild birds
in Mongolia.
HPAI cases in Mongolia 2005-2010
Methods: Virus isolation was carried out from the homogenate
of the brain, lungs, spleen of wild birds, which were found as car-
casses in the Khunt, Erkhel, Doityn Tsagaan, Doroo andGanga Lakes
in Mongolia in July 2005, May 2006, May 2009, July 2009, and May
2010
Viruses isolated by the egg inoculation method, and RT-PCR,
qRT-PCR and Neuraminidase inhibition test were used for subtyp-
ing.
The conﬁrmation of the isolated HPAIV, and IVPI, phylogenetic
analysis were performed by the OIE Reference Laboratory for HPAI
at Hokkaido University, Japan.
Results: In July 2005, H5N1 viruses were isolated from tis-
sue homogenates and swab samples of a bar-headed goose and a
whooper swan in Khunt and Erkhel Lakes. Similarly, H5N1 viruses
l of In
w
M
i
i
i
d
v
v
3
f
t
m
o
i
i
h
T
F
S
D
T
R
S
N
M
1
D
2
B
3
o
a
as a possible reservoir for zoonotic transmission to humans in
Bangladesh.
http://dx.doi.org/10.1016/j.ijid.2012.05.64415th ICID Abstracts / International Journa
ere isolated from a whooper swan and a common goldeneye in
ay 2006 in Khunt and Erkhel Lakes. These viruses were classiﬁed
nto the clade 2.2 so-called Qinghai Lake-type.
InMay 2009, H5N1 viruseswere isolated from3whooper swans
n Doityn Tsagaan Lake. In late July 2009, H5N1 viruses were also
solated from dead wild birds, 3 bar-headed geese, 2 ruddy shel
ucks, and2commongoldeneyes inDorooLake. InMay2010,H5N1
iruses were isolated from 4 whooper swans in Ganga Lake. These
iruses were classiﬁed into the clade 2.3.2. The IVPI was high/2.97-
.00/.
Phylogenetic trees of the HA genes of H5 inﬂuenza viruses
Conclusion: The phylogenetic differences of the H5N1 isolates
rom2005, 2006, and 2009, 2010 indicate that the role of themigra-
ory birds in Mongolia in the AIV mutation should be clariﬁed. So,
ain strategy of to combat and prevent from the HPAI is continu-
us active-surveillance and early clariﬁcation for mutation of AIV
n wild birds.
Therefore, it is necessary to continue the research on avian
nﬂuenza in Mongolia.
ttp://dx.doi.org/10.1016/j.ijid.2012.05.643
ype: Poster Presentation
inal Abstract Number: 57.009
ession: Zoonoses & Infections in Animals
ate: Saturday, June 16, 2012
ime: 12:45-14:15
oom: Poster & Exhibition Area
erological evidence of Hepatitis E Virus in pigs in Bangladesh
. Haider1,∗, M.A. Rahim2, M.S.U. Khan1, F. Ahmed1, S.K. Paul1,
.Z. Rahman1, S.P. Luby3, A.B. Mikolon3
International Centre for Diarrheal Disease Research, Bangladesh,
haka, Bangladesh
National Institute of Preventive and Social Medicine, Dhaka,
angladesh
Centers for Disease Control and Prevention, Atlanta, GA, USABackground:Hepatitis E Virus (HEV) is themost common cause
f viral hepatitis globally. Pigs may act as a reservoir of HEV and
ntibodies to HEV have been found in pigs in neighboring coun-fectious Diseases 16S (2012) e317–e473 e451
tries including India and Nepal. In Bangladesh, studies suggest that
30–60% of acute human viral hepatitis is due toHEV. To understand
the pig’s role as a reservoir for HEV in Bangladesh, we conducted a
serological survey to identify evidence of HEV infection among pig
populations.
Methods:We collected blood samples from 100 pigs from three
slaughterhouses in Gazipur district between January-June 2011.
We interviewed the slaughterhouse owners and/or pig herder to
record data on herd size, age, sex and breed of pigs. We tested the
sera for HEV-speciﬁc IgG, IgM and IgA antibody through competi-
tive enzyme-linked immunosorbent assay.
Results: Out of 100 swine sera, 82% (n=82) had detectable anti-
body against HEV [95% conﬁdence interval (CI): 74.3-89.6]. These
pigs were raised in herds in six districts of Bangladesh and the
numbers of pigs having HEV antibody varied among the districts:
Gazipur (93%, n =13); Barisal (88%, n =29); Jessore (84%, n =21);
Rajshahi (82%; n=9); Mymensingh (60%, n =3) and Pabna (58%,
n =7). Compared to the pigs that lacked HEV antibody, pigs with
HEV antibody were older [21.5 months vs. 9.6 months, p<0.001],
were more likely to be raised in larger herds (mean herd size: 194
pigs vs. 125 pigs, p =0.008), were more frequently male (60%, vs.
22% p=0.004), and were more frequently indigenous breed (89%
vs. 39%, p<0.001).
Conclusion: This study provides evidence that the virus causing
HEV disease in pigs is circulating in Bangladesh. We recommend
identifying the genotypes of HEV in pigs to determine their role
